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(118) AAETKDKLIDCYTFLQAEVANAGLAIASDKIQTSTPFHYLGMQIENRKIKPQKIEIRKDT 

{ 12 1 ) AAF^KLIDCYTFLQAEVANAGLAIASDKIQTSTPFHYLEMQIENRKIKPPKIEIRKDT 

(118) AAETKDKLIDCYTFLQAEVANAGLAIASDKIQTSTPFHYLGMQIENRKIKPQKIEIRKDT 

( 92 ) AAETKDKLIDCYTFLQAEVANAGIAIASDKIQTSTPFHYIjGMQIENRKIKPQKIEIRKDT 

• (1) 

(1) 

(!) 

(!) 

(1) 

(1) 

(1) IENRKIKPQKIEIRKD- 

(1) 

(1 ) 

(121) 



GI_4185939_EMB_CAA76879 . 1_ 
GI_41 8 5943_EMB_CAA76 8 8 2 . 1_ 
GI_4185947_EMB_CAA76885 . 1_ 
Gl_593 1705_EMB_CAB56603 . 1_ 
ENV OF ABO47240 
TRANSLATION OF P386TOP-LINK 
TRANSLATION OF POL349-LINK 
LNCAP - GENOMEA- POLORF 
TRANSLATION OF LNCAP -POL -GENA -GOOD A 
TRANSLATION OF ORF111-10 
PGD-P1 
PGD-P2 
PGDP3 



181 240 

{178) LKTLNDFQKLLGDINWIRPTLGIPTYAMSNLFS ILRGDSDLNSKRMLTPEATKEIKLVEE 

(181) LKTLNDFQKLLGDINWIRPTLGI PTYAMSNLFS I LRGDS DLNSKRMLTPEATKEIKLVEE 

(178) LKTLNDFQKLLGD INWIRPTLGI PTYAMSNLFS ILRGDSDLNS KRMLTPEATKEIKLVEE 

(152) LKTLNDFQKLLGDINWIRPTLGI PTYAMSNLFS I LRGDSDLNS KRMLTPEATKEI KLVEE 

(1) 

(1) 

(1) 

(1) 

(1) 

(1) 

(17) 

(1) 

(1) 

(181) 



GI_4185939_EMB_CAA76879- 1_ 
GI_4 1 85 943_EMB_CAA768 8 2 . 1_ 
GI_4185947_EMB_CAA76885 . 1 
GI_5931705_EMB_CAB56603 . 1__ 
ENV OF AB047240 
TRANSLATION OF P386TOP-LINK 
TRANSLATION OF POL349-LINK 
LNCAP - GENOMEA - POLORF 
TRANSLATION OF LNCAP - POL - GENA - GOODA 
TRANSLATION OF ORF111-10 
PGD-P1 
PGD-P2 
PGDP3 



241 300 

(238) KIQSAQINRIDPLAPLOiLI FiTAHS PTfjl l|ONTDL\#WSFL PHSTpKTFTLYLDQpAT 

( 241 ) OQSAQINRIDPLAPLc|LIBfcAHSPT|l mbNTDLvSwSFLPHSTBKTFTLYLD^^T 

(238) KIQSAQINRIDPLAPLc||lI FITAHS PlSl I||Qbn^L\^W'SFLPHSTpKTFTLYLD^AT 

(212 ) kiqsaqinridpiaplq1lif|tahspt|ii|qntdlv|wsflphst^ 

(1) 

(!) -~- 

(1) DHLAPLOmi I FpTAHSLTKl i|qNTDLV|WSFLPHSt|kTFTLYLDo|aT 

(1) DHLAPLCpLIFpTAHSLT§I illQNTDLVitwSFLPHS tKcTFTL YLDoMaT 

{ 1 ) YKKAGSDHLAPLCfLIFiTAHSLTil ifcNTDLvlwSFLPHSTiKTFTLYlMAT 

(i7) • 

(1) 

(1) 

(241) D LAPLQLLI FATAHS TGIIIQNTDLVEWSFLPHSTVKTFTLYLDQMAT 



GI_4185939_EMB_CAA76879. 1 
GI_418S943_EMB_CAA76882 . 1__ 
GI_4185947_EMB_CAA76885 . 1_ 
GI_5931705_EMB_CAB56603. 1_ 
ENV OF AB047240 
TRANSLATION OF P386TOP-LINK 
TRANSLATION OF POL349-LINK 
LNCAP - GENOMEA- POLORF 
TRANSLATION OF LNCAP-POL-GENA-GOODA 
TRANSLATION OF ORF111-10 
PGD-P1 
PGD-P2 
PGDP3 



301 * 360 

(298) L IGQTRLRI IKLCGNDPDKI WPLTKEQVRQAF INSGAVTKIGLANFmSI IDNHYPKTKIF 

(301) L IGQTRLRI IKLOTNDPDKI WPLTKEQVRQAFINSGAWQIGIJ^f|gI IDNHYPKTKIF 
(298) LIGQTRLRI IKLCG^PDKJ WPLTKEOVRQAFINSGAWKIGIANfIgI IDNHYPKTKIF 
(272 ) LIGPTRLRIIKLCGNDPDKIVVPLTKEQVRQAFINSGAWQIGLANF^ 

(4 ) LIGQGRLRI I TLCGNDPDKI TVP FNKQQVRQAF I S S GAWQI GLANfm?I IDNHYPKTKI F 
(1) 

(!) NHYPKTKIF 

(51) LIGQGRLRI ITI^GNDPDKITVPFNKQOVROAFISSGAWQIGLANFpGI IDNHYPKTKI F 
{ 51 ) LIGOGRLRIITLCGNDPDKITVPFNKC*>VRQAF^ IDNHYPKTKIF 
( 57 } LIGQGRLRIITLCGNI>PDKTTVPFNKQQWQAEISSGAW 

(17) _ 

(1) - 

(1) 

(301) LIGQ RLRII LCGNDPDKI VP K QVRQAFI SGAW IGLANFLGI IDNHYPKTKIF 



GI_4 18 5 939_EMB_CAA7 6 8 7 9 . 1_ 
GI_4185943_EMB_CAA76882 . 1_ 
GI_4185947_EMB_CAA76885 . 1_ 
GI_5931705__EMB_CAB56603 . 1 
ENV OF AB047240 
TRANSLATION OF P386TOP-LINK 
TRANSLATION OF POL349-LINK 
LNCAP - GENOMEA- POLORF 
TRANSLATION OF LNCAP-POL-GENA-GOODA 
TRANSLATION OF ORF111-10 
PGD-P1 
PGD-P2 
PGDP3 



361 4 20 

(358) qfiiklttwilpkitrreplenaltvftdgssngkaaytgpkervik^ 
(361) qflk$|ttwilpotrreplenaltvftdgss 
(358) oflklttwilpkitrreplenaltvftdgssngkaaytgpkerviktpy 
( 332 ) QFLKLTTWILPKITRREPLENALTVFTDGSSNGKV^^ 

( 64 } QFLKLTTWILPKXTRREPLENALTVFTDGSSNGKAAYTGPKERVIKTPYQSAQRAEL^^ 
(1) GS SNGKAAYTG PKERVI KTP YQSAQRAELV - - 

(10) QFLKLTTWILPKITRREP 

(111) QFLKLTTWILPKI TRRE PL ENALTVFTDGS SNGKAAYTG P KERVI KT P YQS AQRAE LVAV 

(111) QFL KLTTWIL P KITRRE PL ENALTVFTDGS SNGKAAYTGP KERVI KT PYOS AQRAE LVAV 

(117) QFLKLTTWILPKITRREPLENALTVFTDGSSNGKAAYTGPKERVIKTPYQSAQRAELVAV 
(17) 

(1) KAAYTG PKERVI KTPC 

(1) 

(361) QFLKLTTWILPnTRREPLENALTVFTDGSSNGKAAYTGPKERVIKTPYQSAQRAELVAV 
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FIGURE 8 contd.. 



GI_4 1 85 9 3 9_EMB_CAA7 6 8 79 , 1_ 
GI_4 185 943_EMB_CAA7 6 8 8 2 . 1_ 
GI_4185 947_EMB_CAA7688S.1_ 
GI_5931705_EMB_CAB56603 . 1_ 
ENV OF AB04724O 
TRANSLATION OF P386TOP-LINK 
TRANSLATION OF POL349-LINK 
LNCAP -GENOMEA- POLORF 
TRANSLATION OF LNCAP- POL -GENA-GOODA 
TRANSLATION OF ORF111-10 
PGD-P1 
PGD-P2 
PGDP3 
CONSENSUS 



421 480 

(418) ITVLODFDOP INI I SDSAYWQATRDVETALI KYSMDDQLNQLFNLLOQTVRKRNFPFYI 

(421) ITVLQDFDQPINIISDSAYWQATRDVETALIKYSMDDQIJ^QLFNLLQQTVRKRNFPFYI 

(418) ITVLQDFDQPINI I SDSAYWQATRDVETALI KYSMDDQLNQLFNLLQQTVRKRNFPFYI 

(392) ITVLQDFDQPINI I SDSAYWQATRDVETALIKYSMDDQLNQLFNLLQQTVRKRNFPFYI 

( 124 ) ITVLQDFDQP INI I SDSAYWQATRDVETALI KYSTDDHLNQLFNLLQQTVRKRNFPFYI 

(3D 

(26) 

(171) ITVLQDFDQP INI I SDSAYWQATRDVETALIKYSTDDHLNQLFNLLQQTVRKRNFPFYI 

(171) ITVLQDFDQPINIISDSAYWQATRDVETALIKYSTDDHLNQLFNLLQQTVRKRNFPFYI 

(177) ITVLQDFDQPINI ISDSAYWQATRDVETALIKYSTDDHLNQLFNLLQQTVRKRNFPFYI 

(17) 

(17) 

(1) 

(421) ITVLQDFDQPINI I SDSAYWQATRDVETALIKYS DD LNQLFNLLQQTVRKRNFPFYI 



GI_4 18593 9_EMB_CAA76 8 7 9 . 1_ 
GI_4185943_EMB_CAA76882 . 1_ 
GI_4 1 8 5 94 7_EMB_CAA76 8 85 . 1_ 
GI_5931705_EMB_CAB56603 . 1_ 
ENV OF AB047240 
TRANSLATION OF P386TOP-LINK 
TRANSLATION OF POL349-LINK 
LNCAP - GENOMEA- POLORF 
TRANSLATION OF LNCAP - POL - GENA - GOOD A 
TRANSLATION OF ORF111-10 
PGD-P1 
PGD-P2 
PGDP3 



481 540 

(478) THIRAHINLPGPLTKANEOADLLVS SALIKAQELHALTHVNAAGLKNKFDVTWKQAKD I V 

(481) THIRAHTNLPGPLTKANEQADLLVSSALIKAQELHALTHVNVAGLKNKFDV^^ 

(478 ) THIRAHTNLPGPLTKANEQADLLVSSALIKAQELHALAHWAAGLKNKFDVT^ 

(452 ) THI RAHTNLPGPLTKANEQADLLVS S AF I KAQE LHALTHVNAAGLKNKFDVTWKQAKD IV 

(184) THIRAHTNL PG PLTKANEQADLL VS SAF I KAQE L LALTHVNAAGLKNKFDVTWKQAKD IV 

(31) 

(28) 

(231) THIRAH1NL PGPLTKANEQADLL VS SAF IKAQELLALTHVNAAGLKNl^DVTWKQAKDI V 

(231) THIRAHTNLPGPLTKANEQADLLVSSAFIKAQELLALTHVNAAGLKNKF 

(237) THIRAHTNLP^PLTKANEQADLLVSSAFIKAQELLALTHVNAAGLKNKFDVTWK 

(17) 

(17) 

(1) 

(481) THIRARTNLPGPLTKANEQADLLVSSA IKAQEL ALTHVNAAGLKNKFDVTWKQAKDIV 



GI_4185939JSMB_CAA76879.1_ 
GI_4185943_EMB_CAA76882 . 1_ 
GI_4185947_EMB_CAA7688S . 1_ 
GI_5931705_EMB_CAB56603 . 1_ 
ENV OF AB047240 
TRANSLATION OF P386TOP-LINK 
TRANSLATION OF POL349-LINK 
LNCAP - GENOMEA- POLORF 
TRANSLATION OF LNCAP- POL -GENA-GOODA 
TRANSLATION OF ORF111-10 
PGD-P1 
PGD-P2 
PGDP3 



541 600 

(538) OHCTOCOVLHLPTOEAGVNPRGLCPNALWOMDVTHVPSFGRLSYVHVTTO 

(541) QHCTQCQVLHLPTQFAGVNPRGLCPNAL WQMDVTHVS S FGRLS YfevTVDTYS H F I WATC 

(538) QHCTO^QVLHLPTQEAGVNPRGLCPNALWQMDVTHVPS FGRLS YVHVTVDTYSHF I WATC 

(512) QHCTQCQVLDLPTQEAGVNPF^CVLMHYGK^SHMYLHLGR^ 

(244) QHCTQCQVLHLSTQFAGVNPRGLCPNALWQMDGTHVPSFGRLSYVHVTVDT^ 

(31) 

(28) 

(291) QHCTQCOVLHLSTOEAGVNPRGLCPNALWQMDGTHVPSFGRLS YVHVTVDTYSHFIWATC 

(291) OJHCTOCOVIiiLSTOFAGVNPRGLCPNALWOMDGTHVPSFGRI^ YVHVTVDTYSHFIWATC 

( 297 ) QHCTQCQVLHLSTQEAGWPRGLCPNALWQMDGTH^ 

(17) 

(17) 

(1) 

(541) QHCTQCQVLHL TQEAGVNPRGLCPNALWQMD THV S FGRLSYVHVTVDTYSHFI WATC 



GI_4185939_EMB_CAA76879 . 1_ 
GI_4185943_EMB_CAA76882 . 1_ 
GI_4185947_EMB_CAA76885 . 1_ 
GI_5931705JBMB_CAB56603 .1 
ENV OF AB047240 
TRANSLATION OF P386TOP-LINK 
TRANSLATION OF POL349-LINK 
LNCAP -GENOMEA- POLORF 
TRANSLATION OF LNCAP - POL - GENA-GOODA 
TRANSLATION OF ORF111-10 
PGD-P1 
PGD-P2 
PGDP3 



601 660 

(598) Q1X3ESTSHVKKHLLSCFAVMGVPEKIKTDNGPGYCSKAFQKFLSQWKI SHTTG I PYNSQG 

(601) QTGESTSHVKKEILLSCFAVMGVPEKIKTDNGPGYCSKAFQKFLSQWICI SHTTGI PYNSQG 

(598) OraESTSHVKKHLLSCFAVMGVPEKIKTDNGPGYCSKAFOKFLSOWKI SHTTGI PYNSOG 

(5 72 ) OTGESTSHVKKHLLSCFAVMGVPEKIKTDNGPGYCSKAFOKFLSQWKISHTTC 

(304) QTGE S TSHVKKHLLSCFAVMGVPE K IKTDNG PGYCS KAFQKFLS QWKI S HTTG I P YNS QG 

(31) 

(28) 

(351) OTGE S TSHVKKHLLSCFAVMGV PE KI KTDNG PGYCS KAFQKFLS OWKI SHTTGI PYNS OG 

(351) QTGESTSHVKKHLLSCFAVMGVPEKIKTDNGPGYCS KAFQKFLSQWKI SHTTG I PYNSOG 

(357) QTGE STSHAKKHLLSCFAVMGVPEKIKTDNGPGYCS KAFQKFLSQWKISHTTG I PYNSQG 

(17) 

(17) 

(1) 

( 601 ) QTGESTSHVKKHLLSCFAVMGVPEKIKTDNGPGYCSKAFQKFLSQWKISHTTGI PYNSQG 



GI_418S93 9JEMB_CAA76879 . 1__ 
GI_4165943_EMB_CAA76882 . 1_ 
GI_4 18 5 94 7_EMB_CAA7 6 8 8 5 . 1_ 
GI_5931705_EMB_CAB56603 . 1_ 
ENV OF AB047240 
TRANSLATION OF P386TOP-LINX 
TRANSLATION OF POL349-LINK 
LNCAP - GENOMEA- POLORF 
TRANSLATION OF LNCAP - POL-GENA-GOODA 
TRANSLATION OF ORF111-10 
PGD-Pl 
PGD-P2 
PGDP3 
CONSENSUS 



661 720 
(658) QAIVERTNRTLKTQLVKQKEGGDSKECTTPQ^QLNLALYTLNFLNIYRNO^ 
(661) QAI VERTNRTLKTQL VKQKEGG DSKECTT P CMQI^NLAL YTLNFLNI YRNQTTTS AEQHLT 
(658) QAIVERTNRTLKTQLVKQKEGGDSKECTTPCW 
(632 ) OAI VERTNRTLKTOLVKOKEGGDSKECTTPCWOLNLALYTLNF 

(3 64 ) QAI VERTNRTLKTQLVKQKEGGDSKE CTT PQMQLNLAL YTLN FLNI YRNQTTTSAKQHLT 
(31) 

(28) 

(411) QAIVERTNRTLKTQLVKQKEGGDSKECTTPQMQ 

(411) OAIVERTNRTLKTOLVKOKEGGDSKECTTPOMOLNLALYT^ 

(417) QAIVERTNRTLKTQLVKQKEGGDSKECTTPQMQL 

(17) 

(17) _ 

(1) HLT 

(661) QAIVERTNJITLKTQLVKQKE^DSKEOT QHLT 



20124 



FIGURE 8 contd... 



GI_41 8 593 9_EMB_CAA7 6 679 . 1_ 
GI_4 1 8 5 943_EMB_CAA7 6 8 82 . 1_ 
GI_4185947_EMB_CAA76885 . 1_ 
GI_5931705_EMB_CAB56603 .1_ 
ENV OF AB04724 0 
TRANSLATION OF P386TOP-LINK 
TRANSLATION OF POL349-LINK 
LNCAP- GENOMEA- POLORF 
TRANSLATION OF LNCAP - POL - GENA- GOODA 
TRANSLATION OF ORF1 11-10 
PGD-P1 
PGD-P2 
PGDP3 
CONSENSUS 



721 780 
( 718 ) GKKNSPHEGKLIWWKDSKNKTWEIGK7ITWGRGFACVSPGENQLPVWIPTRHLKFVNEPI 
( 721 ) GKKNS PHEGKL I WWKDNKNKTWE I GKVT TWGRGFACV S PGENQLPWI PTRHLKFYNEP I 
(718 ) GKKNSPHEGKIilWWKDNKNKT^IGKYLTWGRGFACVSPGENQLPWIPTRHLKFYNEPI 

(691) GKKNSPHEGKLI 

(424 ) GKKHSPHEGKLIWWKDNKNKTWE IGKVITWGRGFACVS PGENQLPWI PTRHLKFYNEPI 

(31) 

(28) 

(471) GKKHSPHEGKLIWWKDNKNKTWEIGKVITWGRGFACVS PGENQLPWI PTRHLKFYNEPI 
(471) GKKHS PHEGKLIWWKDNKNK7TWE IGKYITWGRGFACVS PGENQLPVWI PTRHLKFYNEP I 
(477) GKKBSPHEGKLIVWKDNKNKTWEIGKVITWGRGFACVS PGENQLPWI PTRHLKFYNEPI 

(17) 

(17) 

(4) GKKNSPHEGKLIC 

(721) GKK SPHEGKLIWWKD KNXTWE IGKVI TWGRGFACVS PGENQLPWI PTRHLKFYNEPI 



GI_4185939JBMB_CAA76879 . 1_ 
GI_4185943_EMB_CAA76882 . 1_ 
GI_418 594 7_EMB_CAA7 6 8 8 5 . 1_ 
GI_5931705_EMB_CAB56603 . 1_ 
ENV OF AB047240 
TRANSLATION OF P386TOP-LINK 
TRANSLATION OF POL349-LINK 
LNCAP - GENOMEA - POLORF 
TRANSLATION OF LNCAP -POL-GENA-GOODA 
TRANSLATION OF ORF111-10 
PGD-P1 
PGD-P2 
PGDP3 



781 840 

(778) RDAKKSTSAETETS 

(781} GDAKKS TSAETETP 

(778) RDAKKSTSAETETS 

(703) 

(4 84 ) GDAKKRASTEMVTPVTWMDNPIEVYVNDS 

(31) 

(28) 

( 531 ) GDAKKRASTFilVTPVTWMDNPIF^YVNDSVWPGPTDDRCPAKPE 

( 531 ) GDAKKRASTEMWPVTWMDNPI EVYVNDS WVPG PTDDRCPAKPEEEGMMINI SIVYRYP 

(537 ) GDAKKRASTEMVTPVTWMDNPI EVYVNDSVWPG PTDDRCPAKPEEEGMMINI S IVYRYP 

(17) 

(17) 

(17) 

(781) DARK SET 



GI_4 18593 9_EMB_CAA7 6 8 7 9 . 1_ 
GI_4185943_EMB_CAA76882 . 1_ 
GI_4 18594 7_EMB_CAA7 6 8 8 5 . 1_ 
GI_5931705_EMB_CAB56603 

ENV OF AB047240 
TRANSLATION OF P386TOP-LINK 
TRANSLATION OF POL349-LINK 
LNCAP -GENOMEA- POLORF 
TRANSLATION OF LNCAP -POL-GENA-GOODA 
TRANSLATION OF ORF111-10 
PGDrPl 
PGD-P2 
PGDP3 



GI_418593 9_EMB_CAA76879 . 1_ 
GI_4185943_EMB_CAA76882 . 1_ 
GI_418 5 94 7_EMB_CAA768 8 5 . 1_ 
GI_593 1705JBMB_CAB566 03 . 1_ 
ENV OF AB047240 
TRANSLATION OF P386TOP-LINK 
TRANSLATION OF POL349-LINK 
LNCAP -GENOMEA-POLORF 
TRANSLATION OF LNCAP -POL -GENA -GOODA 
TRANSLATION OF ORF111-10 
PGD-P1 
PGD-P2 
PGDP3 
CONSENSUS 



841 900 

(792) 

(795) 

(792) 

(703) 

( 544 ) P I CLGRAPGCLMPAVQNWLVEVPTVS PNSRFTYHMVSGMSLRPRVNYLQDFS YQRSLKFR 

(31) 

(28) 

( 591 ) PIOiGRAPGCIiMPAVQNTOiVEVPTVSPNSRFTY^ 

(591) PICLGRAPGCLMPAVQNWLVEVPTVSPNSRFTYHMVSGMSLRPRVNYIjQDFSYQRSLKFR 

(597) PI CLGRAPGCLMPAVQNWLVEVPTVS PNSRFTYHMVSGMS LRPRVNYLQDFS YQRSLKFR 

(17) 

(17) 

(17) 

(841) 

901 960 

(792) QSSTiDSQDEQNGDVRRTDEVAIH 

(795) QSSTiDSQDEQNGDVRRTDEVAIH 

(792) QSSTiDSQDEQNGDVRRTDEVAIH 

(703) 

(604) PKGKPC PKEI PKESKNTEVLVWEECVANS AVILQNNEFGT|l DWAPRGQFYHNCSGQTQS 

(31) 

(28) 

( 651 ) PKGKPC P KE I PKES KNTEVLVWE ECVANS AVI LQNNE FGT||l DWAPRGQFYHNCS GQTQS 

(651) PKGKPCPKEI P KES KNTEVLVWEEC VANS AVI LQNNE FGTjil DWAPRGQFYHNCS GQTQS 

(657) PKGKPCPKEIPKESKOTEVLWEECVANSAVILQNNEFGTp^ 

( 17) 

(17) 

(17) 

(901) TI 



GI_4 18593 9_EMB_CAA7 6 8 7 9 - 1_ 
GI_4 1 8 5 94 3_EMB_CAA7 6 8 6 2 . 1_ 
GI_41 B 594 7_EMB_CAA768 85 . 1_ 
GI_593 1705_EMB_CAB56603 . 1_ 
ENV OF AB047240 
TRANSLATION OF P386TOP-LINK 
TRANSLATION OF POL349-LINK 
LNCAP -GENOMEA- POLORF 
TRANSLATION OF LNCAP -POL-GENA-GOODA 
TRANSLATION OF ORF111-10 
PGD-P1 
PGD-P2 
PGDP3 



961 ^ 1020 

(816) QEGRAANL|TTK^AVSYKISREHKGDTNPREgACS|DDCINGGKSPYicRSSCS - — 

(819) QESRAADiMtTKEADAVS YKI SREHKGDTNPRE^^CGgDDCINGGKS PY||CRSSCS — 

(816) qegraaniJttk|adavsykisrehkgdtnprf^acs^dcinggkspy|crsscs 

(703) 

(664) CPSAQVS P§VDS§LTESLDKHKHKKLQSFYPWE^EKgJsTPRPEI IS PV^GPEHPELWR 

(31) 

(28) 

( 711 ) cpsaqvs pIvdsIltes IiDkhkhicklqsfypwe^ekgJstprpei ispv§gp 

( 711 ) CPSAQVSPjVDS jLTESLDKHKH^ 

( 717 ) CPSAQVSP|VDSiLTESLDKHKHKKLQSFYPWE^KGlsTPRPEI ISPV|GPEHPELWR 

(1 7) 

(17) 

(17) 

(961) AD K P EWG I SP S 
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FIGURE 8 contd... 



G I_4 1 8 5 9 3 9_EMB_CAA7 6 8 7 9 . 1_ 
GI_4 1 8 5 94 3_EMB_CAA7 6 8 8 2 . 1_ 
GI_4 1 8 5947_EMB_CAA7 6 8 8 5 . 1_ 
GI_59 3 1 7 05_EMB_CAB5 6 6 03 . 1_ 
ENV OF AB047240 
TRANSLATION OF P3 86TOP-LINK 
TRANSLATION OF POL349-LINK 
LNCAP -GENOMEA- POLORF 
TRANSLATION OF LNCAP - POL - GENA- GOODA 
TRANSLATION OF ORF111-10 
PGD-P1 
PGD-P2 
PGDP3 
CONSENSUS 



1021 1035 

(873) 

( 876 ) 

(873) 

(703) 

(724) LWPDTTLEFGLEIKL 

{31 ) 

(28) 

(764) 

(771) LWPDTTLEFGLEIKL 

(777) LWPDTTLEFGLEIKL 

(17) 

(17) 

(17) 

(1021) 



FIGURE 9 



G I_4 18594 0_EMB__CAA7 6 8 8 0 . 1_ 
GI_4 1 8 5 9 4 4_EMB_CAA7 6 8 8 3 . 1_ 
GI_4185948_EMB_CAA76886 . 1_ 
GI_5931706_EMB_CAB56604.1_ 
ENV OF AB047240 
TRANSLATION OF E207TOP-LINK 
TRANSLATION OF ENV287-LINK 
TRANSLATION OF T2 0.2 2 A- 2 3 
PGD-E1 
PGD-E2 
PGD-E3 
CONSENSUS 



1 60 
(!) 

(1) - ~ 

(1) 

(1) 

( 1} MATLIGQGRLRIITLCGNDPDKITVPFNKQQVRQAFISSGAWQIGLANFLGIIDNHYPKT 

(1) 

(1) 

(1) -- 

(1) 

(1) - - 

(1) — 

(1) 



61 120 

GI_4 18594 0_EMB_CAA768 80. 1_ (1) 

GI_4185944_EMB_CAA76883.1_ (1) 

GI_4185948_EMB_CAA76886.1_ (1) 

GI_5931706_EMB_CAB56604.1_ (1) 

ENV OF ABO 4 72 40 (61) KIFQFLKLTTWILPKITRREPLENALTVFTDGSSNGKAAYTGPKERVIKTPYQSAQRAEL 

TRANSLATION OF E207TOP-LINK (1) ' 

TRANSLATION OF ENV2 8 7 -LINK (1) 

TRANSLATION OF T20.22A-23 (1) -- 

PGD-E1 {1) 

PGD-E2 (1) 

PGD-E3 (1) 

CONSENSUS {61) 



121 180 

G I_4 18594 0_EMB_CAA7 6 8 8 0 . 1_ (1) 

GI_4185944_EMB_CAA76883.1__ (1) -- -- 

GI_4 18594 8_EMB_CAA7 6 8 8 6 . 1_ (1) 

GI_5931706_EMB_CAB56604.1_ (1) - -- 

ENV OF AB047240 (121) VAVITVLQDFDQPINIISDSAYWQATRDVETALIKYSTDDHLNQLFNLLQQTVRKRNFP 

TRANSLATION OF E207TOP-LINK (1) 

TRANSLATION OF ENV287 -LINK (1) 

TRANSLATION OF T20.22A-23 (1) --- 

PGD-E1 (1) 

PGD-E2 (1) — - --- _ 

PGD-E3 (1) - ___ 

CONSENSUS (121) 
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FIGURE 9 contd... 

181 240 

GI_4185 94 0_EMB_CAA7 68 80 . 1_ (!) 

GI_4185944_EMB_CAA76883.1_ (1) 

GI_4185948_EMB_CAA768 86 . 1_ (1) 

GI_5931706_EMB_CAB5 6604 . 1_ (1) 

ENV OF AB047240 (181) FYITHIRAHTNLPGPLTKANEQADLLVSSAFIKAQELLALTHVNAAGLKNKFDVTWKQAK 

TRANSLATION OF E207TOP-LINK (1) 

TRANSLATION OF ENV287-LINK (1) 

TRANSLATION OF T20.22A-23 (1) 

PGD-E1 (1) 

PGD-E2 (1) 

PGD-E3 (1) 

CONSENSUS (181) 



241 300 

G I_4 1 85 94 0_EMB_CAA7 6 8 8 0 , 1_ (1) 

GI_4185944_EMB_CAA76883.1_ (1) - --- - 

G I_4 1 8 5 94 8_EMB_CAA7 6 8 8 6 . 1_ (1) 

GI_5931706_EMB_CAB56604.1_ (1) _ 

ENV OF ABO 4 72 40 (241) DIVQHCTQCQVLHLSTQEAGVNPRGLCPNALWQMDGTHVPSFGRLSYVHVTVDTYSHFIW 

TRANSLATION OF E207TOP-LINK (1) 

TRANSLATION OF ENV2 87-LINK (1) 

TRANSLATION OF T20.22A-23 (1) 

PGD-E1 (1) 

PGD-E2 (1) 

PGD-E3 (1) 

CONSENSUS (241) 



301 360 

GI_4 185 94 0_EMB_CAA7 6 8 8 0 . 1_ (1) 

GI_4185944_EMB_CAA76883.1_ (1} 

GI_4 18594 8_EMB_CAA7 6 8 8 6 . 1_ (1) 

GI_5931706_EMB_CAB56604.1_ (1) 

ENV OF AB047240 (301) ATCQTGESTS HVKKHLLS CFAVMGVPEKI KTDNGPGYCS KAFQKFLSQWKI SHTTGI PYN 

TRANSLATION OF E207TOP-LINK (1) 

TRANSLATION OF ENV287-LINK (1) 

TRANSLATION OF T20.22A-23 (1) 

PGD-E1 (1) 

PGD-E2 (1) 

PGD-E3 (1) 

CONSENSUS (301) 



GI_4 185 94 0 JEMB_CAA7 68 8 0 . 1_ 
GI_4185944_EMB_CAA76883 . 1_ 
G I_4 18594 8_EMB_CAA7 6 8 8 6 . 1_ 
GI_5 93 1 7 0 6_EMB_CAB5 6 6 04 . 1_ 
ENV OF AB047240 
TRANSLATION OF E207TOP-LINK 
TRANSLATION OF ENV287-LINK 
TRANSLATION OF T20.22A-23 
PGD-E1 
PGD-E2 
PGD-E3 



361 \ 420 

(1) MQRKAPPRRRRHRNRAPLTHKMNKMVTSEEQMKL 

(1) MQR KAP PRRRRHRNRAP LTHKMNKMVTSEEQMKL 

(1) MQRKAPPRRRRHRNRAPLTHKMNKMVTSEEQMKL 

(361) SQGQAI VERTNRTLKTQLVKQKEGGDSKECTTPQMQLNLALYTLNFLNI YRNQTTTSAKQ 

(1) ___ __ 

(1) MNPSEMQRKAPPRRRRHRNRAPLTHKMNKMVTSEEQMKL 

(1) l~ 

(1) 



■CONSENSUS (361) 



GI_4 1 8 5 94 0_EMB_CAA7 6 8 8 0 . 1_ 
GI_4 1 8 5 9 4 4_EMB_CAA7 6 8 8 3 . 1_ 
GI_4185948_EMB_CAA76886 . 1_ 
GI_5 931 70 6_EMB_CAB5 66 04 . 1_ 
ENV OF AB047240 
TRANSLATION OF E2 07TOP-LINK 
TRANSLATION OF ENV287-LINK 
TRANSLATION OF T2 0.2 2 A- 2 3 
PGD-E1 
PGD-E2 
PGD-E3 
CONSENSUS 



421 480 

(35) PSTKKAEPPTWAQLKKLTQLATKYLENTKVTQTPESMLLAALMI VSMWSLPMPAGAAAA 

(35) PSTKKAEPPTWAQLKKLTQLATKYLENTKVTQTPESMLLAALMIVSMVVSLPMPAGAAAA 

(35) PSTKKAEPPTWAQLKKLTQLATKYLENTKVTQTPESMLLAALMI VSMWSLPMPAGAAAA 

(1) 

(421) HLTGKKHS PHEGKLI WWKDNKNKTWE IGKVI TWGRGFACVS PGENQL PVW I PTRHLKFYN 

(1) _ 

(!) , 

(40) PSTKKAEPPTWAQLKKLTQLATKYLENTKVTQTPESMLLAALMI VSMWSLPMPAGAAAA 

(1) - - 

(1) - - - __ 

(1) _ 

(421) 
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FIGURE 9 contd... 



G I_4 185 94 0_EMB_CAA7 6 8 8 0 . 1_ 
G I_4 18 5 94 4_EMB_CAA7 6 8 8 3 . 1_ 
GI_4185948_EMB_CAA76886.1_ 
GI_5931706_EMB_CAB56604.1_ 
ENV OF AB047240 
TRANSLATION OF E207TOP-LINK 
TRANSLATION OF ENV287-LINK 
TRANSLATION OF T20 . 22A-23 
PGD-E1 
PGD-E2 
PGD-E3 
CONSENSUS 



481 ^ 540 

(95) NYT YWAYVP F P P - MRAVTWMDNPTE VYVNDS VWV PG P I DDR CP AKP EE EGMMI NI S I GY 

(95) NYTYWAYVPFPP-gPJ^VTWlVmNPIEVYVNDSVWVPGPTDDHCPAKPEEEGMMINISIGY 

(95) NYTYWAYVPF P P - gRAVTWMDNPTE VYVND S VWVPG PI DDRCPAKPEEEGMM INI S IGY 

(1) BTPVTWMDNP I EVYVND S VWV PG PTDDRC PAKP S E EGMM INI S IGY 

(481} E P I GDAKKRAS TE||j|T P VTWMDNP I E VYVNDS VW V PG PTDD RCPAKP EE EGMM INI S I VY 

(1) 

(1) 

(10 0) NYTYWAYVPFPP-gRAVTWMDNPTEVYVNDSVWVPGPIDDRCPAKPEEEGMMINISIGY 

(1) 

(1) 

U ) 

(481) LI VTWMDNP EVYVNDSVWVPGP DD CPAKPEEEGMMINISI Y 



G I_4 18594 0_EMB_CAA7 6 8 8 0 . 1_ 
GI_4185944_EMB_CAA76883 . 1_ 
G I_4 18594 8_EMB_CAA7 6 8 8 6 . 1_ 
GI_5 931 7 06_EMB_CABS 66 04 . 1_ 
ENV OF AB047240 
TRANSLATION OF E207TOP-LINK 
TRANSLATION OF ENV2 8 7-LINK 
TRANSLATION OF T20.22A-23 
PGD-E1 
PGD-E2 
PGD-E3 
CONSENSUS 



541 m 600 

(154) hyppiclgpj^pgcwpavqnwlvevptvspicrftyhmvsgmslrprvnylqdfsyqrsl 

(154) RYppiclgrapgApavqnwlvevptvspisrftyhiwsgmslrprvnylqdfsyqrsf 

( 154 ) hyppiclgrapg apavqnwlvevptvspicrftyhmvsgmslrprvnylqdfsyqrsl 

(48) hyppiclgrapgApavqn^vevptvspnsrftyhmvsgmslrprvnclqdfsyqrsl 

( 541 ) RYPPICLGRAPGCfMPAVQNWLVEVPTVSPNSRFTYHMVSGMSLRPRVNYLQDFSYQRSL 

jij — FSYQRSL 

(159) hyppiclgrapgc|mpavqnwlvevptvspicrftyhmvsgmslrprvnylqdfsyqrsl 

(1} 

(1) - 

(541) yppiclgrapgclmpavqnwlvevptvsp rftyhmvsgmslrprvn LQDFSYQRSL 



GI_4 185 94 0_EMB_CAA7 6 8 8 0 . 1_ 
GI_4185944_EMB_CAA76883 . 1_ 
GI_4185 948_EMB_CAA76886.1_ 
GI_5931706_EMB_CAB56604 . 1_ 
ENV OF AB047240 
TRANSLATION OF E20 7TOP-LINK 
TRANSLATION OF ENV287-LINK 
TRANSLATION OF T20.22A-23 
PGD-E1 
PGD-E2 
PGD-E3 
CONSENSUS 



601 660 

(214) KFRPKGKPCPKEIPKESKNTEVLVWEECVANSAVILQNNEFGTIIDWAPRGQFYHNCSGQ 

(214) KFRPKGKPCPKEIPKESKNTEVLVWEECVANSAVILQNNEFGTIIDWAPRGQFYHNCSGQ 

(214) KFRPKGKPCPKEIPKESKNTEVLVWEECVANSAVILQNNEFGTIIDWAPRGQFYHNCSGQ 

( 108 ) KFRPKGKTCPKEIPKGSKNTEVLVWEECVANSWILQNNEFGTIIDWAPRGQFYHNCSGQ 

(601) KFRPKGKPCPKEIPKESKNTEVLVWEECVANSAVILQNNEFGTIIDWAPRGQFYHNCSGQ 

(8) KFRPKGKPCPKE IPKESKNTEVL 

(1) 

(219) KFRPKGKPCPKE IPKESKNTEVL VWEECVANSAVILQNNEFGTIIDWAPRGQFYHNCSGQ 

(1) - -RPKGKPCPKEIPKESC 

(!) 

(!) 

(601) KFRPKGKPCPKE I PKESKNTEVLVWEEC VANS VILQNNEFGTI IDWAPRGQFYHNCSGQ 



GI_4185940_EMB_CAA76880.1_ (274) 

GI__4185944_EMB_CAA768 83 . 1_ (274) 

GI_418594 8_EMB_CAA76886.1_ (274) 

GI_5931706_EMB_CAB56604.1_ (168) 

ENV OF AB047240 (661) 

TRANSLATION OF E207TOP-LINK (31) 

TRANSLATION OF ENV287-LINK (1) 

TRANSLATION OF T20.22A-23 (279) 

PGD-E1 (17) 

PGD-E2 (1) 

PGD-E3 (1) 

CONSENSUS (661) 



661 



720 



TQSCQS AQVS PAVDS DLTESLDKHKHKKLQS FYPWEWGEKGISTPRPKlIs PVSGPEHPE 
TQSCPS AQVS PAVDSDLTESLDKHKHKKLQSFYPWEWGEKGISTPRPKlls PVSGPEHPE 
TQSCPSAQVSPAVDSDLTESLDKHKHKKLQS FYPWEWGEKGISTPRPKlIs PVSGPEHPE 
TQSCPSAQVSPAVDSDLTESLDKHKHKKLQSFYLWEWEEKGISTPRPKIpPVSGPEHPE 
TQSCPSAQVSPAVDSDLTESLDKHKHKKLQSFYPWEWGEKGISTPRPEIp PVSGPEHPE 

SDLTESLDKHKHKKLQSFYPWEWGEKGI 

TQSCPSAQVSPAVDSDLTESLDKHKHKKLQS FYPWEWGEKGISTPRPKlIs PVSGPEHPE 



TQSC SAQVSPAVDSDLTESLDKHKHKKLQSFYPWEWGEKGISTPRP I IS PVSGPEHPE 



GI_418594 0_EMB_CAA76880.1_ (334) 

GI_4185944_EMB_CAA76883.1_ (334) 

GI_418594 8_EMB_CAA76886.1_ (334) 

GI_5931 70 6_EMB_CAB5 66 04 . 1_ (228) 

ENV OF AB047240 (721) 

TRANSLATION OF E207TOP-LINK (31) 

TRANSLATION OF ENV2 87-LINK (29) 

TRANSLATION OF T20.22A-23 (339) 

PGD-E1 (17) 

PGD-E2 (1) 

PGD-E3 (1) 

CONSENSUS (721) 



721 



780 



LWRLTVASHHIRpSGNQTLETRDRKPFYTIDLNSs|TVPLQSC|KPPYMLVVGNIVIKP 
LWRLTVASHHIFjfwSGNQTLETRDRKPFYTVDL^ 

lwrltvashhirBwsgnqtletrdrkpfyti dlns sItvplqs cIkppymlwgni VIKP 
lwrltvashhir|wsgnqtletryrkpfytidlnsi|tvplqsc|kppy^ 



lwrltvashhir|wsgnqtletrdrkpfytidlnss§tvplqsc|kppymlvvgnivikp 

LNSsfrVPLQSCfKPC 

Rl LNS LTVPLQSCVKP 
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FIGURE 9 contd.. 



GI_4185 940_EMB_CAA76880.1_ (394) 

GI_4185 944_EMB_CAA768 83.1_ (394) 

GI_4185948_EMB_CAA768 86.1_ (394) 

GI_59317 06_EMB_CAB5 66 04. 1_ (288) 

ENV OF AB047240 (727) 

TRANSLATION OF E207TOP-LINK (31) 

TRANSLATION OF ENV287 -LINK (2 9) 

TRANSLATION OF T20.22A-23 (399) 

PGD-E1 (17) 

PGD-E2 (17) 

PGD-E3 (1) 

CONSENSUS (781) 



781 840 
DSQT I TCENC RLLTC I d||tFn||qHR I LL VRAREG VW I PVSMDRPWE AS PSVHI LTEVLKG 

dsqtitcencrlltcld|tfn|qkrillvraregvwi?vsmdrfwetspsihtltfvlkg 
dsqtitcencrlltciAfnIqhrillvraregvwipvsmdrpweaspsvhiltevlkg 
asqtitcencrlftcir^fnpqhrillvraregmwipvstdrpweaspsihilterlkg 
d|tle|gleikl 



DSQT ITCENCRLLTCI Dj|TFN JQHR I LLVR AREGVW I PVSMDRPWEAS PS VH I LTEVLKG 



DST w 



I L 



G I_4 1 8 5 9 4 0_EMB_CAA7 6 8 8 0 - 1_ 
G I_4 185 94 4_EMB_CAA7 6 8 8 3 . 1_ 
GI_4 1 85 94 8_EMB__CAA7 6 8 8 6 . 1_ 
GI_5 9 3 1 7 0 6_EMB_CAB5 6 6 0 4 . 1_ 
ENV OF AB047240 
TRANSLATION OF E207TOP-LINK 
TRANSLATION OF ENV2 87 -LINK 
TRANSLATION OF T20 . 22A-23 
PGD-E1 
PGD-E2 
PGD-E3 
CONSENSUS 



841 900 

(454) VLNRSKRF I FTL I AVIMGLI AVTATAAVAGVALHSS VQS VNFVNDWQKNS TRLWNSQSS I 

(454) VLNRSKRF I FTLI AVIMGLI AVTATAAVAGVALHSSVQSVNFVNDWQKNSTRLWNSQSS I 

(454 ) VLNRS KRF I FTL I AV IMGL I AVTATAAVAGVALHS S VQS VNFVNDWQKNSTRLWNS QS S I 

( 348 ) VLNR S KRF I FTL I AV IMGLI AVTATAAVAGVALHS S VQS VNFVNYWQKNS TRLWNS QS S I 

(739) --- --- 

( 31 ) 

(29) 

(459) VLNRS KRF I FTL I AV IMGL I AVTATAAVAGVALHS S VQS VNFVNDWQKNS TRLWNS QSS I 

(17) 

(17) 

(1) 

(841) 



GI_4 18594 0_EMB_CAA7 6 8 8 0 . 1_ 
GI_4185 944_EMB_CAA768 83 . 1_ 
GI_4185948_EMB_CAA76886 . 1_ 
GI_5931706_EMB_CAB56604.1_ 
ENV OF AB047240 
TRANSLATION OF E2 07TOP-LINK 
TRANSLATION OF ENV2 87-LINK 
TRANSLATION OF T20.22A-23 
PGD-E1 
PGD-E2 
PGD-E3 
CONSENSUS 



901 gee 
( 514 ) DQKLANQINDLRQTVIWMGDRLMSLEHRFQLQCDWNTSDFCITPQIYNESEHHWDMVRRH 
(514) DQKLANQINDLRQTVI WMGDRLMSLEHRFQLQCDWNTSDFS ITPQI YNESEHHWDMVRRH 
(514) DQKLANQ I NDLRQT V I WMGDRLMSLEHR FQLQCDWNTSD FC I TPQ I YNES ELHWDMVRRH 
(408) D QKL AS Q I NDLRQT VI WMGDRLMTLEHHFQLQCDWNTSD FC I T PQ I YNE S EHHWDM VRRH 

(739) 

( 31> 

(29) 

(519} DQKLANQIND LRQT VI WMGDRLMS LEHRFQLQCDWNTSD FC I T P Q I YNES EHHWDMVRRH 
(17) 

(17) 

(1) 

(901) 



GI_4 18594 0_EMB_CAA7 6 8 8 0 . 1_ 
GI_4185944_EMB_CAA76883 . 1_ 
GI_4 1 8 5 94 8_EMB_CAA7 6 8 8 6 . 1_ 
GI_5931706_EMB_CAB56604 .1_ 
ENV OF AB047240 
TRANSLATION OF E207TOP-LINK 
TRANSLATION OF ENV287-LINK 
TRANSLATION OF T20.22A-23 
PGD-E1 
PGD-E2 
PGD-E3 
CONSENSUS 



9^1 1020 
(574) LQGREDNLTLD I S KLKEQ I FEAS KAHLNL VPGTEAI AGVADGLANLNPVTWVKT IGS TT I 
(574) LQGREDNLTLD IS KLKEQ I F EAS KAHLNL VPGTEAI AGVADGLANLNPVTWVKT IGSTT I 
(574) LQGREDNLTLDISKLKEQ I FEASKAHLNL VPGTEAI AGVADGLANLNPVTWVKTIGSTTI 
(468) LQGREDNLTLD I S KLKEQ I FEASKAHLNL VPGTEAI AGVADGLANLNPVTWI KTIRSTMI 
(739) 

(31) 

(29) 

( 579 ) LQGREDNLTLD I S KLKEQ I FEAS KAHLNL VPGTEAI AGVADGLANLNPVTWVKT IGSTT I 

(17) 

(17) 

(1) 

(961) 



GI_418594 0_EMB_CAA7688O.l_ (634) 

GI_4185944_EMB_CAA76883.1_ (634) 

GI_418594 8_EMB_CAA76886.1_ (634) 

GI_5931706_EMB_CAB56604.1_ (528) 

ENV OF AB047240 (739) 

TRANSLATION OF E207TOP-LINK (31) 

TRANSLATION OF ENV287-LINK (29) 

TRANSLATION OF T20.22A-23 (639) 

PGD-E1 (17) 

PGD-E2 (17) 

PGD-E3 (1) 

CONSENSUS (1021) 



1021 1081 
INLILILVCLFCLLLVCRCTQQLRRDSDHRERAMMTMAVLSKRKGGNVGKSKRDQIVTVSV 
INL I L I LVCL FCLLLVCRCTQQLRRDS DHRERAMMTMAVLS KRKGGNVGKS KRDQ I VTVS V 
INL I L I L VCL FCLLL VCRCTQQLRRDSDHRERAMMTMAVLS KRKGGNVGKS KRDQ I VTVS V 
INLILIWCLFCLLLVCRCTQQLRRDSDIENGP 



INLILILVCLFCLLLVCRCTQQLRRDSDHRERAMMTMAVLS KRKGGNVGKS KRDQ IVTVSV 



-RCTQQLRRDSDHRERA- 
RCTQQLRRDSD 



